Background: The spotted sea bass (Lateolabrax maculatus) is a valuable commercial fish that is widely cultured in China. While analyses using molecular markers and population genetics have been conducted, genomic resources are lacking. Genomic resources can be used for genome-wide association studies (GWAS) and improved breeding to generate spotted sea bass with better economical traits. Finding: Here, we report a good quality chromosome-scale assembly of the spotted sea bass genome by high-depth genome sequencing, assembly and annotation. The genome scale was 0.62 Gb with contig and scaffold N50s of 31 Kb and 1,040 Kb, respectively. Hi-C assembly of the genome resulted in 24 pseudochromosomes containing 77.68% of the total assembled sequences. A total of 132.38 Mb repeat sequences were detected, accounting for 20.73% of the assemble genome. 22,015 protein-coding genes were predicted, of which 96.52% were homologous with proteins in various databases. In addition, we constructed a phylogenetic tree using 1,586 single-copy gene families and identified 125 unique family genes in the spotted sea bass genome. Conclusions: We assembled a good quality spotted sea bass genome, which will be a valuable genomic resource to better understand the biology of the spotted sea bass, and will also lead to the development of molecular breeding techniques, including GWAS and genomic selection. Keywords: spotted sea bass, genome assembly, chromosome level, genome annotation, phylogenetic tree 
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Conclusions: We assembled a good quality spotted sea bass genome, which will be a 38 valuable genomic resource to better understand the biology of the spotted sea bass, and 39 will also lead to the development of molecular breeding techniques, including GWAS 40 and genomic selection. 1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64 1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60 
103
To generate Hi-C sequence data, genomic DNA was digested using MboI endonuclease Table S1 ). 
Completeness of the gene set and assembly
191
We further evaluated the completeness of the genome assembly and gene set using the Table S10 and Fig. S3 ). We then selected 1,586 single copy gene (Fig. 3) . We also identified the 1,178 gene families (Fig. 4) . These lineage-specific gene families may contribute to traits that are 212 specific to the spotted sea bass.
213
In summary, we report the first assembled and annotated genome sequence of L. 
Availability of supporting data
236
The DNA sequencing data and genome assembly have been deposited into the NCBI
237
Sequence Read and Genebank under the accession number PRJNA408177.
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